Cross-contamination of human and animal cell lines is a frequent event (1). For this reason, the results obtained with the same cell lines by different research groups are often not fully comparable (2,3), this leading to main reproducibility issues. The short tandem repeat (STR) profile has been proposed as a molecular method for cell line authentication (4). STR profile standard data sets for human cell lines were proposed by some of the leading cell banks worldwide which also have made the results of STR profiling of their cell lines available on-line. We have built the Cell Line Integrated Molecular Authentication Database (CLIMA) (5) as a reference portal where authentication data are made available to the scientific community. This prototype system, although already largely utilized by researchers from all over the world, presented some limitations and only included a limited amount of STR profiles. Here, we present its most recent developments and discuss about some current challenges towards a better identification system for human cell lines.
descending StPM. The first row of the resulting table reports the queried profile. Each following row includes the name of the cell line, the data set it belongs to, and the catalogue code of the line, when it exists, the StPM for the queried profile, and all STR profile values (first the loci of the standard kit, then all remaining loci), where matching values are shown in red (see figure 1 ). In all pages, links are established to the description of genomic loci that is provided by the Short Tandem Repeat DNA Internet DataBase (STRBase) (7) . Links to the involved cell banks are also provided in all results pages, so that the profiles are connected to the actual human cell line in the respective cell bank. Other features, described in (5) and documented on-line, left unchanged. The tool is available on-line at http://bioinformatics.hsanmartino.it/clima2/.
